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Abstract
Philaenus spumarius is a widespread insect species in the Holarctic region. Here, by focusing on the mtDNA gene COI but
also using the COII and Cyt b genes and the nuclear gene EF-1a, we tried to explain how and when its current
biogeographic pattern evolved by providing time estimates of the main demographic and evolutionary events and
investigating its colonization patterns in and out of Eurasia. Evidence of recent divergence and expansion events at less
than 0.5 Ma ago indicate that climate fluctuations in the Mid-Late Pleistocene were important in shaping the current
phylogeographic pattern of the species. Data support a first split and differentiation of P. spumarius into two main
mitochondrial lineages: the ‘‘western’’, in the Mediterranean region and the ‘‘eastern’’, in Anatolia/Caucasus. It also supports
a following differentiation of the ‘‘western’’ lineage into two sub-lineages: the ‘‘western-Mediterranean’’, in Iberia and the
‘‘eastern-Mediterranean’’ in the Balkans. The recent pattern seems to result from postglacial range expansion from Iberia
and Caucasus/Anatolia, thus not following one of the four common paradigms. Unexpected patterns of recent gene-flow
events between Mediterranean peninsulas, a close relationship between Iberia and North Africa, as well as high levels of
genetic diversity being maintained in northern Europe were found. The mitochondrial pattern does not exactly match to the
nuclear pattern suggesting that the current biogeographic pattern of P. spumarius may be the result of both secondary
admixture and incomplete lineage sorting. The hypothesis of recent colonization of North America from both western and
northern Europe is corroborated by our data and probably resulted from accidental human translocations. A probable
British origin for the populations of the Azores and New Zealand was revealed, however, for the Azores the distribution of
populations in high altitude native forests is somewhat puzzling and may imply a natural colonization of the archipelago.
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Introduction
Distribution patterns of animals and plants have faced dramatic
changes throughout time and are influenced by ecological
requirements and historical factors. In the northern hemisphere,
Quaternary long-term glacial (cold) and interglacial (warm)
climatic cycles that started about 2.6 million years (Ma) ago [1]
have strongly influenced the species distributions and range sizes
and, as a consequence, have affected the genetic structure of their
populations [2,3]. Evidence from numerous studies suggests that
southern European regions of Iberia, Italy and the Balkans and
areas near the Caucasus and western Asia, acted as glacial refugia
for temperate species during cold periods [4,5,6]. Recent work
indicates that temperate refugia might not have been restricted to
the three southern peninsulas and that cryptic northern refugia
might have existed in central, western, eastern and even northern
Europe in the Late Pleistocene [7,8,9]. The relative impact of the
post-glacial colonization history and more recent processes such as
gene flow and population fluctuations, strongly depend on the
dispersal mode and ability of the species [10,11].
Genetic analyses have proven to be useful for a more detailed
understanding of post-glacial expansions of several animals and
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plants [3,12]. Mitochondrial DNA (mtDNA), due to its particular
characteristics, has been widely used in determining population
dynamics and phylogeographic divergence in recent times, such as
the Quaternary period [13]. Nevertheless, the signal of deeper
history can be obscured by homoplasy or saturation resulting from
high mutation rate. On the other hand, reconstructing evolution-
ary histories using individual genes (gene trees) could lead to
misrepresentation of population or species histories because in this
case mtDNA, which reflects matrilineal history, might not
represent the overall lineage history of the species. Also, if multiple
population divergences or speciation events were closely spaced in
time, a single gene tree might be ‘incorrect’ by chance due to the
random nature of lineage sorting during the coalescence process
[14]. Therefore, the use of multiple types of molecular markers is
recommended.
Insects have been widely used as models for animal biogeo-
graphical studies (e.g., [15,16,17]). The meadow spittlebug
Philaenus spumarius (Linnaeus, 1758) (Hemiptera, Aphrophoridae)
is a widely investigated species, very suitable for genetic and
ecological studies. It is a highly polyphagous insect which can be
found in a variety of terrestrial plant communities and habitats,
being the most common species within the genus Philaenus [18,19].
It is widespread across the Palaearctic region from where it is
native [20] having also colonized the Azores [21,22] and has been
introduced in the Nearctic region [20] and New Zealand [23].
The meadow spittlebug is very sensitive to humidity and
temperature, especially in the earlier stages of its life cycle, which
limits its range [24]. A remarkable example was reported for some
North American populations where a northward range shift,
probably as a result of climatic changes, was detected by [25]. This
species shows a well studied dorsal colour polymorphism with
eleven main described phenotypes which can be divided in
melanic and non-melanic forms [20]. The phenotype frequencies
differ among populations, probably due to the effects of natural
selection under different habitats, climatic conditions and preda-
tion pressure (reviewed in [18,19]). Recent studies on the genetic
diversity of P. spumarius have given insights on its evolutionary
history suggesting two routes of post-glacial colonization of higher
latitudes in Europe and indicating a probable western European
origin for North American populations [26,27].
In the present study we tried to explain how and when the
current biogeographic pattern of P. spumarius evolved by (i)
providing time estimates of the main demographic and evolution-
ary events with focus on the populations occurring in the main
Mediterranean peninsulas; and, (ii) investigating the colonization
patterns out of Eurasia, namely of north-western Africa, North
America, and the islands of the Azores and New Zealand.
Material and Methods
Ethics Statement
The field sampling was carried out on private lands with
owners’ permissions. The studied species, Philaenus spumarius, is
considered a widespread species across the Palaearctic and the
Nearctic regions, being a crop pest in some locations of USA and
Canada. It is not an endangered or protected species.
Sampling
A total of 196 specimens of P. spumarius were collected or sent by
collaborators between 2007 and 2011 from 75 sampling locations
across Europe, two from Anatolia, five from North Africa, three
from North America and one from New Zealand (Fig. 1 and Table
S1). Adult insects were captured using a sweep net suitable for low-
growing vegetation and an entomological aspirator. In some cases,
larval stages were collected by hand. Specimens were preserved in
absolute ethanol or dried in silica gel and stored at room
temperature.
DNA extraction, amplification and sequencing
Entire larval stage specimens were used for DNA extraction
while in the adults the wings and abdomen were removed and only
the thorax and head were used. Genomic DNA was extracted
Figure 1. Sampling locations of Philaenus spumarius in (a) Europe and Anatolia (b) North America and (c) New Zealand in each
geographic region. 1 – Azores; 2 – Iberian Peninsula; 3 – Morocco; 4 – France; 5 – United Kingdom; 6 – Belgium; 7 – Italian Peninsula; 8 – Sicily; 9 –
Slovenia; 10 – Balkans (Bulgaria; Greece; European Turkey); 11 – Anatolian Peninsula; 12 – Finland; 13 – North America (Canada and United States of
America); 14 – New Zealand. Circle sizes are proportional to the number of individuals. Circles: green – ‘‘western-Mediterranean’’ mtDNA group; red –
‘‘eastern-Mediterranean’’ mtDNA group; blue – ‘‘eastern’’ mtDNA group. Circle sizes are proportional to the number of samples.
doi:10.1371/journal.pone.0098375.g001
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using the E.Z.N.A. Tissue DNA Isolation kit (Omega Bio-Tek) and
a 800 bp fragment of the 3’-end of the mitochondrial gene
cytochrome c oxidase subunit I (COI) was amplified by polymerase
chain reaction (PCR) using the primers C1-J-2195 (59–
TTGATTTTTTGGTCATCCAGAAGT–3’) and TL2-N-3014
(59–TCCAATGCACTAATCTGCCATATTA–3’) [28]. Due to
DNA degradation in the New Zealand samples, a new set of
primers, COI-PspF (5’–GTATAGATGTTGATACACGTGC–
3’) and COI-PspR (5’–TCCAGTAAATAAAGGGTATC–3’)
was designed to amplify an informative smaller fragment with
300 bp of COI that included the variable sites that differentiate the
different haplogroups. Fragments with 500 bp of the mitochon-
drial genes cytochrome c oxidase subunit II (COII) and
cytochrome b (cyt b) were also amplified using the primers TL2-
J3033 (5’–GATATGGCAGAAATAGTGCA–3’) and C2-N3665
(5’–CCACAAATTTCTGAACACTG–3’) and CB-N3665 (5’–
GTCCTACCATGAGGTCAAATATC–3’) and CB-N11526
(5’–TTCAACTGGTCGTGCTCC–3’), respectively [29]. The
three mitochondrial genes were sequenced initially in a subset of
samples and similar genetic patterns and level of polymorphism
were observed for the three mitochondrial genes on a preliminary
analysis (results not shown). Thus, cytochrome c oxidase subunit I
gene was sequenced for all individuals and cyt b and COII were
only sequenced in a representative subset. The nuclear gene
elongation factor-1a (EF-1a) is widely used in insect genetic
studies. Therefore, we chose to sequence it in a subset of
individuals that covered all the geographical areas of the study. A
700 bp fragment of the nuclear gene EF-1a was amplified using
the primers M3 (59–CACATYAACATTGTCGTSATYGG–3’)
and rcM44.9 (59–CTTGATGAAATCYCTGTGTCC–3’) [30].
For COI gene, PCR was performed in a 12.5 mL reaction volume
containing: 1 mM of each primer, 0.1 mM dNTPs, 1 mM MgCl2,
2.5 mL 5x Colorless GoTaq Flexi Buffer, 0.02U GoTaq DNA
Polimerase (Promega) and approximately 30 ng of DNA. The
PCR conditions were: an initial denaturation step at 94 uC for
3 min, followed by 35 cycles of denaturation at 94 uC for 30 sec,
annealing at 50 uC for 45 sec and extension at 72 uC for 1 min,
with a final extension period at 72 uC for 7 min. The same PCR
conditions were used for COII and cyt b genes except for
annealing temperature where a touch up between 52.5 uC and 56
uC for COII and between 47 uC and 54 uC for cyt b was
performed. Nuclear EF-1a gene PCR was performed in a 20 mL
reaction volume containing: 0.6 mM of each primer, 0.2 mM
dNTPs, 1.125 mM MgCl2, 0.8 mL BSA (10 mg/mL), 4.0 mL 5x
Colorless GoTaq Flexi Buffer, 0.05U GoTaq DNA Polimerase
(Promega) and approximately 30 ng of DNA. PCR conditions
used were: an initial denaturation step at 95 uC for 5 min, followed
by 40 cycles of denaturation at 95 uC for 45 sec, annealing at 59
uC for 35 sec and extension at 72 uC for 1 min, with a final
extension period at 72 uC for 10 min. All PCR products were
purified with SureClean (Bioline) following the manufacturer’s
protocol, sequenced using the forward and the reverse primers
with the BigDye Terminator v3.1 Cycle Sequencing Kit (Applied
Biosystems) and analysed on a genetic analyser ABI PRISM 310
(Applied Biosystems).
Molecular and population structure analyses
Sequences were verified and edited using the software
SEQUENCHER v. 4.0.5 (Gene Codes Corporation) and BIOEDIT v.
7.0.9 [31]. They were then aligned using MAFFT v. 7.029b (http://
mafft.cbrc.jp/alignment/software/) and converted in the appro-
priate format with CONCATENATOR v. 1.1.0 [32]. For nuclear EF-
1a sequences, haplotype phase from heterozygous individuals for
base positions and length-variable regions was determined using
CHAMPURU v. 1.0 [33]. Phylogenetic analysis using the Maximum
Parsimony (MP), Maximum Likelihood (ML) and the Bayesian
inference (BI) methods were performed for concatenated mtDNA
genes (COI, COII and cyt b) and for the nuclear gene EF-1a in
PAUP v. 4.0.d99 [34] and in MRBAYES v. 3.1.2 [35]. For MP and
ML analysis a heuristic search was performed using 100 replicates
and branch support was obtained by performing 1000 replicates of
non-parametric bootstrap. Gaps were treated as a fifth base in MP.
The BI analysis was performed using the Monte Carlo Markov
Chain (MCMC) method iterated for 2 000 000 generations, with a
sampling frequency of 1500 generations and a burn-in of 1000.
For each dataset the best fit model of sequence evolution was
estimated using MODELTEST v. 3.7 [36] under the Akaike
information criterion (AIC). Elongation factor-1a sequences of P.
spumarius and P. italosignus from [26] and available at NCBI
Genbank were added to our nuclear matrix and included in the
phylogenetic analysis (GenBank accession numbers: JF309079 and
JF309081-JF309095). Philaenus italosignus was used as outgroup in
all phylogenetic analysis. Polymorphic sites and mtDNA haplo-
types for COI, COII and cyt b genes were calculated using MEGA
v. 5.0 [37] and a median-joining haplotype network was
constructed using NETWORK v. 4.5.0.1 (Fluxus Technology Ltd.
2004). For COI mtDNA gene, haplotype (h) and nucleotide
diversities (p) were calculated for each geographical region
(defined as numbers in Fig. 1) and an analysis of molecular
variance (AMOVA) was performed using ARLEQUIN v. 3.5 [38] to
assess population genetic structure of P. spumarius. The groupings
were based in the several sub-regions of Europe, America, Africa
and Asia. This analysis produces estimates of variance components
and F-statistic analogues, designated as F-statistics, reflecting the
correlation of haplotypes at different levels of hierarchical
subdivision. Groupings with the highest significant FCT value in
AMOVA should reflect the most probable geographical subdivi-
sions [39].
Divergence time estimates
We used the software package BEAST v. 1.7.0 [40] and the
mtDNA gene COI to estimate divergence times of nodes of
interest, as well as their demographic history via Bayesian Skyline
plots (BSPs). For each dataset the best fit model of sequence
evolution was estimated using MODELTEST v. 3.7 under the Akaike
information criterion (AIC) and a piece-wise constant Bayesian
skyline tree prior was selected with 10 groups. Two additional
analyses of our data with 5 and 15 groups to assess the impact of
the number of groups on the final result were conducted. These
analyses did not reveal a significant impact on the overall result,
whether on the shape of the Bayesian Skyline plot or on the
estimation of divergence times. Preliminary runs using the
uncorrelated lognormal relaxed clock revealed a posterior
distribution of the sr (‘‘CoefficientOfVariation’’) parameter
consistently abutting 0, suggesting that the COI partitions do
not significantly deviate from a strict clock assumption. Therefore,
we employed a strict molecular clock for each dataset with a
normal prior distribution on the substitution rate with a mean of
0.0354, following the conserved rate of 3.54% per million years as
suggested by [41], and a standard deviation of 0.005 to account for
rate uncertainty. Two Markov chains Monte Carlo (MCMC) of 50
000 000 generations, sampled at every 5000th iteration, were
conducted and combined with LOGCOMBINER v. 1.6.1 [40].
TRACER v. 1.4 [42] was used to assess the convergence and
mixing for all model parameters and to create the Bayesian Skyline
plots.
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Demographic analyses and neutrality tests
Neutrality tests of Tajima’s D [43] and Fu’s F statistics [44] were
performed using ARLEQUIN. These statistics are widely used with
molecular data to detect changes in population size and/or
estimating deviations from neutrality, assuming a constant
population size at mutation-drift equilibrium. Thus, significant
negative values of Tajima’s D and Fu’s Fs are considered to be
evidence of expanding populations. Signatures of population
expansion can also be detected through the frequency distribution
of the number of pairwise differences between haplotypes and thus
statistics based on the mismatch distribution and taking into
account the Sudden Expansion Model [45] were also performed to
detect and estimate the time of population growth. Estimated
expansion values were obtained using ARLEQUIN and graphics of
frequency distribution using DNASP v. 5 [46]. To test the observed
mismatch distribution goodness-of-fit to the Sudden Expansion
Model and to obtain confidence intervals around the estimated
mode of mismatch distribution, 1000 permutation replicates were
used [47]. Statistically significant differences between observed
and expected distributions were evaluated with the sum of the
square deviations (SSD) and Harpending’s raggedness index (hg)
[48,49].
Timing of the demographic expansion as well as the 95%
confidence interval for each mitochondrial haplogroup was
estimated by converting the expansion time parameter t,
generated by ARLEQUIN, to time (t) in years using the formula t
= 2ut, where u is the mutation rate per nucleotide per year
multiplied by sequence length (i.e. number of nucleotides), and t is
the time since population expansion in years [45,49]. We assumed
a generation time of one year [24] and the conserved evolutionary
rate of 3.54% per million years suggested by [41] for insect
mitochondrial gene COI.
Results
A total fragment of 539 bp was obtained for the mitochondrial
gene COI in 190 samples. The remaining samples from Finland,
Turkey, Canada (GenBank accession numbers: KJ699232–
KJ699234) and New Zealand were not included in the main
analysis due to their reduced size. In the 190 individuals there
were a total of 71 haplotypes (GenBank accession numbers:
KC111886 – KC111956) of which 44 occurred only once (Table
S2). Of a total of 539 sites sequenced, 53 were polymorphic but
only 26 were parsimony informative. For the mtDNA COII
(495bp) and cyt b (434bp) genes, 47 individuals were sequenced
and a total of 14 (GenBank accession numbers: KF280589 –
KF280602) and 18 haplotypes (GenBank accession numbers:
KF280603 – KF280620) were found, respectively. As commonly
observed for insects [28], nucleotide sequences were A+T rich
(approximately 71%). No gaps or early stop codons were detected
in the 3 mtDNA genes sequences suggesting that all of them are
functional mitochondrial DNA copies.
From the 24 individuals sequenced, we were able to successfully
sequence a fragment of the nuclear gene EF-1a for only 13
individuals of P. spumarius. Almost all sequences exhibited double
peaks due to the frameshift resulting from indels (length-variable
regions) located at several sites of the intron in the EF-1a
gene. Ten individuals were heterozygous in respect to indels and/
or to base positions and the phased haplotypes (alleles) were
differentiated by adding the letter a or b at the end of
name (Table S1) (GenBank accession numbers: KF280621
– KF280642).
Phylogenetic and population structure analyses
Phylogenetic trees obtained for concatenated mtDNA genes and
for a subset of P. spumarius individuals by the three methods, MP,
ML and BI, presented a congruent topology. Maximum likelihood
(Fig. 2), MP (not shown) and BI (not shown) trees, revealed the
existence of two main haplotype groups: the ‘‘western’’ and the
‘‘eastern’’. The ‘‘western’’ is divided in the ‘‘western-Mediterra-
nean’’ and the ‘‘eastern-Mediterranean’’ sub-groups. The same
phylogeographic pattern was found in the COI median-joining
haplotype network (Fig. 3) and also in the COII and Cyt b median-
joining haplotype networks (Fig. S1 and S2). The ‘‘eastern’’
haplogroup includes haplotypes from a wide geographical area,
including northern Anatolia (Cerkes), Finland, Belgium, the UK
(Aberdare – Wales) and eastern North America (New Hampshire –
USA). In the ‘‘western-Mediterranean’’ group, the most common
haplotype (H29) and several derived haplotypes, differing by one
or two mutational steps, are shared between populations from the
Iberian Peninsula, Morocco, France, Belgium, Italian Peninsula,
Sicily and one individual from Balkans (H18). A group of
haplotypes derived from H29 (H23, H24, H25, H70 and H71)
includes samples from the Azores, western North America (British
Columbia – Canada), eastern North America (Michigan – USA)
and the UK, differing by two or three mutations. In the ‘‘eastern-
Mediterranean’’ group, a similar star-like pattern is present with
rare haplotypes connected to the most common (H57), usually by
one mutational step. This group encompasses populations from
the Balkans (Greece, Bulgaria and European Turkey), Slovenia,
Italian Peninsula and Sicily. This lineage is also present in five
samples from the eastern part of the Iberian Peninsula (H56)
(Figs. 1 and 2).
The haplotype median-joining network based on smaller
sequences of 289 bp of the COI gene, used in this analysis to
include the samples from New Zealand, showed a total of 31
haplotypes and a pattern congruent to that observed for the 539
bp of COI region, with the same three distinct groups (‘‘western-
Mediterranean’’, ‘‘eastern-Mediterranean’’ and ‘‘eastern’’). The
haplotype H14 belonging to the ‘‘western’’ haplogroup was found
in the three New Zealand individuals and this same haplotype was
shared with seven individuals from the UK, five from the Azores,
three from Canada and four from the USA (Fig. S3).
In the MP (Fig. 4) and BI (not shown) phylogenetic trees
obtained for nuclear gene EF-1a three main groups could also be
distinguished: clade A, clade B and clade C. However, these groups
were not totally congruent to the groups found for the
concatenated mtDNA genes. The clade A includes samples from
our ‘‘eastern-Mediterranean’’ haplogroup and also from Georgia,
Bulgaria, Hungary, Greece and Italy (E2 clade, in [26]). The clade B
includes individuals from our ‘‘western-Mediterranean’’ group and
from Portugal, Spain and Italy (E3 clade, in [26]). The clade C,
however, is constituted by individuals from our three main
mitochondrial groups and from Russia, Norway, Alps, Crimea,
Poland and Ukraine (E1 clade, in [26]). Although the three groups
have good bootstrap support, the branching order is unsolved
since there is very low support for the branch clustering the clades A
and B (Fig. 4). We also observed that both alleles of the most
heterozygous samples are clustered within the same clade (Clade C –
Arrabida_5, Spain_2, UK_7, Belgium_1, Slovenia_1.1 and
USA_2 and Clade B – Morocco_6.1), with the exception for the
Azores_1, Italy_2 and Kec¸an_N1 samples which have one allele in
the clade C and the other allele in the clades A or B.
Genetic variability and diversity
Mitochondrial haplotype diversity of COI was generally high (h
. 0.6000), except for the Azores (h = 0.4000) and Slovenia (h =
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0.0000) (Table 1), that may be related to the low sample size. On
the other hand, Anatolia and the Balkans have the highest values
of haplotype diversity (h = 0.9048 and h = 0.9128, respectively).
Interestingly, Finland and North America also have high
haplotype diversity (h = 0.8971 and h = 0.8939). Analysing
nucleotide diversity, Anatolia, United Kingdom and North
America have the highest values (p = 0.009895, p = 0.009318
and p = 0.008236, respectively). The high values of both
haplotype and nucleotide diversities detected in Anatolia and
North America are likely a result of the presence of different
mitochondrial lineages in these regions. The AMOVA performed
for the P. spumarius groupings defined revealed that most of the
Figure 2. Maximum Likelihood tree based on the 3 concatenated mtDNA genes (COI, COII and cyt b) (1527bp). Values above branches
correspond to MP and ML bootstrap values (only values . 50% are shown) and values below branches correspond to Bayesian posterior probability.
PT – Portugal; SP – Spain; UK – United Kingdom; BL – Belgium; FN – Finland; SC – Sicily; TK – European Turkey; AT – Anatolia; USA – United States of
America; CA – Canada.
doi:10.1371/journal.pone.0098375.g002
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genetic variation (47% and 43.87%) is explained by genetic
differences within populations and not by geographic subdivisions
(Table S3).
Divergence times
The mean ages and 95% highest posterior density (HPD)
determined for the TMRCA of mtDNA COI haplogroups are
presented in Table S4. Estimated divergence times of all
mitochondrial groups are less than 0.5 Ma. The ‘‘eastern’’
mtDNA group seems to be the oldest having diverged from the
‘‘western’’ mtDNA group at approximately 0.270 Ma ago and
then begun its diversification around 0.190 Ma ago (0.374–0.056
Ma ago). The split of the ‘‘western’’ mtDNA group into the
‘‘eastern-Mediterranean’’ and the ‘‘western-Mediterranean’’ sub-
groups was estimated to have occurred at approximately 0.146 Ma
ago (0.243–0.067 Ma ago), while the TMRCA of both groups was
quite similar and was estimated to be around 0.080 Ma ago. The
confidence interval associated with our time estimates, however, is
broad and the mutation rate of 3.54% per million years, in which
these calculations are based, was estimated for COI in tenebrionid
beetles [41]. Therefore, our results should be treated with caution
and regarded as the best approximations given the current
methods and calibrations [50,51].
Demographic analyses and neutrality tests
The demographic history of P. spumarius populations was
analysed separately for the three COI groups. The distribution
of pairwise nucleotide differences (mismatch distribution) showed
that the ‘‘western-Mediterranean’’ and the ‘‘eastern-Mediterra-
nean’’ groups exhibited a smooth and unimodal shape while the
‘‘eastern’’ group revealed a slightly bimodal curve (Fig. S4). All
distributions, except for the ‘‘eastern’’ group distribution, were
consistent with sudden and spatial population expansions. The
observed raggedness index was low for all groups and both PSSD
and PRAG showed that the observed distributions did not differ
significantly from those expected under a sudden and a spatial
population expansion model (Table 2). Negative significant
deviations from neutrality were detected with Tajima’s D and
Fu’s F statistics for the ‘‘western-Mediterranean’’ and the ‘‘eastern-
Mediterranean’’ mtDNA groups, which corroborate the hypoth-
esis of past population expansion events. The ‘‘eastern’’ group
presented a non significant p-value with Tajima’s D test although
the Fu’s F was significant (Table 3) indicating that it may have
undergone negligible population growth. Demographic recon-
structions (BSPs) for all mtDNA groups suggest a trend of
population growth (Fig. S5), with a more evident demographic
expansion in the ‘‘western-Mediterranean’’ and the ‘‘eastern-
Figure 3. Median-joining haplotype network of Philaenus spumarius sampled geographic regions for mitochondrial gene COI
(539bp). Size of the circles is in proportion to the number of haplotypes. Branches begin in the centre of the circles and their sizes are in proportion
to the number of mutations.
doi:10.1371/journal.pone.0098375.g003
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Mediterranean’’ mtDNA groups, and very slight or absent
population growth for the ‘‘eastern’’ lineage.
Assuming a slight population growth for the ‘‘eastern’’ group,
the timing of demographic expansion was estimated to have
occurred at approximately 0.121 Ma ago (0.195–0.041 Ma ago),
while for the ‘‘western-Mediterranean’’ and the ‘‘eastern-Medi-
terranean’’ haplogroups it was more recent, at 0.055 Ma ago
(0.085–0.021 Ma ago) and 0.058 Ma ago (0.079–0.027 Ma ago),
respectively. The spatial expansion for the three mtDNA groups
was estimated to be slightly more recent than demographic
Figure 4. Maximum Parsimony tree based on nuclear gene elongation factor-1a. Values above branches correspond to MP bootstrap (only
values . 50% are shown) and Bayesian posterior probability values. Black: GenBank sequences (see [26]); blue individuals correspond to the eastern
mtDNA group; red individuals correspond to the eastern-Mediterranean mtDNA group and green individuals to the western-Mediterranean mtDNA
group.
doi:10.1371/journal.pone.0098375.g004
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expansion, at 0.080 Ma ago (0.152–0.035 Ma ago) for the
‘‘eastern’’ group, at 0.056 Ma ago (0.075–0.028 Ma ago) for the
‘‘eastern-Mediterranean’’ and at 0.054 Ma ago (0.074–0.022 Ma
ago) for the ‘‘western-Mediterranean’’ group.
Discussion
Biogeographical patterns, divergence time and demographic
events in Philaenus spumarius
Our time estimates indicate that the evolutionary history of P.
spumarius is most likely related to climate changes of the Pleistocene
epoch (,2.588–0.0117 Ma ago [1]). Divergence within species is
estimated to be recent (no more than 0.5 Ma) occurring most
probably in the Middle/Late Pleistocene. The biogeographical
pattern of P. spumarius obtained from mtDNA genes shows the
differentiation of two main mtDNA lineages, the ‘‘western’’ in the
Mediterranean region and the ‘‘eastern’’ in Anatolia/Caucasus.
Within the ‘‘western’’ lineage we observed two sub-lineages: the
‘‘western-Mediterranean’’ centred in the Iberian Peninsula and
the ‘‘eastern-Mediterranean’’ centred in the Balkans (Fig 1). This
pattern was first found by [27], who gave more emphasis to the
westernmost lineages, and was later corroborated by [26] that
brought some insights regarding possible refugia located in eastern
Europe and western Asia. According to our data, during the
Mindel or Riss glacial period, a first split between the western and
eastern populations seems to have occurred with the diversification
of the ‘‘western’’ lineage in the Mediterranean region, and of the
‘‘eastern’’ lineage maybe in Anatolia and surrounding area of the
Caucasus, or even in territories of western Asia, as also suggested
by [26].During the following interglacial, the ‘‘eastern’’ lineage
seems to have suffered a negligible population growth compared
with a more significant demographic expansion of the ‘‘western’’
lineage, which appears to have later retracted to two Mediterra-
nean refugia, the Iberian Peninsula and the Balkans, where it
diverged into two sub-lineages (the ‘‘western-Mediterranean’’ and
the ‘‘eastern-Mediterranean’’), maybe during the Wu¨rm glacial.
After that period, the ‘‘eastern-Mediterranean’’ lineage centred in
the Balkans seems to have expanded to the Italian Peninsula. The
land bridge which existed in the northern and central part of the
present Adriatic Sea between the Italian and the Balkan
peninsulas, during the Quaternary cold periods [6], would have
made the contact between these two peninsulas easier. The
expansion was followed by a slight differentiation in Italy from the
Balkans. The COI haplotype network shows that the dispersal of
haplotypes from the Iberian Peninsula to the north of Italy has also
occurred, maybe either crossing mountains or along the Mediter-
ranean coast of Spain and France as suggested for Cicada orni [52].
Although a weak flier, it is also possible that P. spumarius dispersed
over the sea facilitated by wind (anemohydrochoric dispersal) since
this mode of dispersal has already been observed in this species
[20].
The expansion dates estimated here have wide confidence
intervals. However, the lowest boundaries of these dates are about
0.015 Ma ago, suggesting that the demographic and spatial
expansion of this species may have occurred earlier than
Holocene. Our data and reference [26] suggest the current
geographic pattern of the species seems to result from postglacial
range expansion from the Iberian Peninsula to the central and
north-western Europe and, from the Anatolia/Caucasus (and
eventually from western Asia) to east, north and central Europe,
thus seemingly not following one of the common four paradigms
[12,53]. Although a northern expansion from Balkans cannot be
completely ruled out, the current data indicates that the
Carpathians may have represented a geographic barrier to the
northern expansion of Balkans populations. Further detailed
sampling and genetic analysis of the Carpathian region would
be important to test this hypothesis.
Contact zones in Europe have been recorded for several
European temperate species (reviewed in [54]). According to our
results, the mtDNA lineages are geographically separated in most
part of the range of P. spumarius but came into contact in some
geographic regions (Fig. 1). This suggests the existence of recent
admixture (secondary contact of diverged lineages) between
mtDNA lineages in populations from these regions, also corrob-
orated by [26]. The presence of the ‘‘eastern-Mediterranean’’ sub-
lineage in some populations from the eastern part of the Iberian
Peninsula (haplotype H56) and of the ‘‘western’’ sub-lineage in
Balkans (haplotype H18) indicates that recent migrations between
Mediterranean refugia may have occurred during the Quaternary
period as reported in the olive fly Bactrocera oleae [55]. However,
incomplete lineage sorting of an ancestral polymorphism cannot
Table 1. Number of individuals, number of haplotypes and genetic diversity indices calculated for geographic regions of Philaenus
spumarius and for mitochondrial gene Cytochrome c oxidase I (COI).
Geographic regions Number of Number of Haplotype diversity (h) Nucleotide diversity (p)
individuals haplotypes
Morocco 7 3 0.6667 +/2 0.1598 0.001414 +/2 0.001338
Iberian Peninsula 63 19 0.7798 +/2 0.0493 0.003133 +/2 0.002062
Azores 5 2 0.4000 +/2 0.2373 0.000742 +/2 0.000944
Western Europe 9 4 0.7500 +/2 0.1121 0.006597 +/2 0.004194
Slovenia 3 1 0.0000 +/2 0.0000 0.000000 +/2 0.000000
Italy 17 8 0.8162 +/2 0.0815 0.004666 +/2 0.002957
Balkans 40 21 0.9128 +/2 0.0303 0.003825 +/2 0.002431
Anatolian Peninsula 7 5 0.9048 +/2 0.1033 0.009895 +/2 0.006223
United Kingdom 10 3 0.6889 +/2 0.1038 0.009318 +/2 0.005592
Finland 17 9 0.8971 +/2 0.0534 0.006603 +/2 0.003950
North America 12 8 0.8939 +/2 0.0777 0.008236 +/2 0.004917
Western Europe: Belgium and France; Italy: Italian peninsula and Sicily.
doi:10.1371/journal.pone.0098375.t001
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be ruled out as another possible explanation for the current
mtDNA pattern of P. spumarius. Our data also indicate the
existence of incomplete lineage sorting and/or admixture in the
nuclear gene EF-1a. Although nuclear clades A and B correspond
well to the ‘‘eastern-Mediterranean’’ and to the ‘‘western-
Mediterranean’’ mtDNA sub-lineages, respectively, clade C is a
mix of individuals from the three mitochondrial lineages.
Heterozygous individuals whose alleles grouped within different
clades were found, a fact not detected by [26], since they analysed
homozygous individuals only. In the nuclear gene there was a lack
of support for the monophyly of the ‘‘western’’ lineage (‘‘western-
Mediterranean and ‘‘eastern-Mediterranean’’ mitochondrial sub-
lineages). Taken together, our results suggest that the current
biogeographic pattern of P. spumarius may be the result of both
secondary admixture and incomplete lineage sorting.
Also quite interesting is the uncommon [12] high genetic
diversity detected in P. spumarius populations from northern
Europe (Scandinavia) indicating that the north of Europe was
colonized by populations that may have survived in several extra-
Mediterranean glacial refugia in addition to the ‘‘classical’’
Mediterranean ones [7].
Gene-flow between the Iberian Peninsula and Morocco
The presence of the ‘‘western-Mediterranean’’ sub-lineage in
Morocco suggests a close relationship between these P. spumarius
populations and the Iberian Peninsula. This close relationship is
also corroborated by the nuclear data. There is evidence that the
Strait of Gibraltar has not been an effective barrier to the
dispersal, having been, in fact, the route of dispersal for many
species from Africa to Europe and vice-versa [56,57,58]. Lowered
sea levels during glacial periods possibly facilitated exchange
across the Strait of Gibraltar [59]. It is quite possible that, during
such lower sea level periods, individuals from the Iberian
Peninsula reached North Africa via anemohydrochoric dispersal.
Contrarily to the thermophilous species Cicada barbara, a common
cicada in southern Portugal and Spain [60], the Rif Mountains did
not appear to have acted as a geographical barrier to the dispersal
of P. spumarius through Morocco, since this latter can be found in a
variety of terrestrial habitats and even at altitudes above 1700m
(e.g. Mt Parnassus, in Greece: observations by Ana Rodrigues,
Sara Silva and Eduardo Marabuto). Although the haplotypes
found in samples from Morocco were the same as some of the ones
found in the Iberian Peninsula, indicating that they belong to P.
spumarius, the analysis of four male genitalia from these populations
revealed similarities with P. tesselatus [61] and showed the necessity
of further investigation on the taxonomic status of these species, as
previously suggested by [26].
The UK and the origin of the North American and insular
populations
Our analyses suggest the presence of at least two mitochondrial
lineages in the UK, the ‘‘western-Mediterranean’’ and the
‘‘eastern’’, and support a British origin for the populations of the
Azores and New Zealand, and a multiple origin for the North
American populations (Figs. 1 and 2). Populations from the Azores
and New Zealand seem to have originated from only one of the
British lineages here represented (the ‘‘western-Mediterranean’’
lineage). North American populations seem to have a mixed
origin: a British origin, already suggested in the preliminary study
by [27], from the ‘‘western-Mediterranean’’ lineage present in the
UK, and an Iberian origin, due to the close relationship between
one haplotype (H26) from the eastern United States and the
Iberian Peninsula haplotypes. In fact, multiple translocations from
different localities from western Europe have already been
suggested for North American populations [26]. The close
relationship of some North American haplotypes (New Hamp-
shire) to the ones found in Anatolia and Finland indicates another
origin from the ‘‘eastern’’ mitochondrial lineage, and that was
never reported before. Nevertheless, a morphological variation in
North American populations was already reported by [62]. The
author shows that P. spumarius populations from New Hampshire
and adjacent areas of North American exhibit morphological
variation in male genitalia features and attributes this variation to
hybridization between P. spumarius subspecies from different parts
of Europe. Verification of whether there is any correlation
between Hamilton’s morphological subspecies and haplotype
variation would require a parallel investigation of morphology
beyond the scope of this work. The colonization of New Zealand
and North America was probably recent and resulted from non-
intentional anthropogenic introductions. This recent colonization
could explain the spittlebug pest status in some locations of the
USA and Canada, where P. spumarius reaches high densities,
perhaps as result of the lack of competitors and predators [19,24].
Concerning the Azorean populations, the fact that they only occur
in high altitude native habitats (e.g. in the geologically older areas
of S. Miguel), very far from human altered habitats, is somewhat
puzzling and we cannot exclude the possibility of a natural
colonization by long-distance dispersal.
Conclusion
P. spumarius is one of the most widespread insects in Europe. We
successfully provided time estimates of the main demographic and
evolutionary events for the populations occurring in the main
Mediterranean peninsulas, and in addition interpreted the
colonization patterns out of Eurasia, namely of north-western
Africa, North America, and the islands of Azores and New
Zealand. This combination of a well analysed phylogeographic
Table 3. Tajima’s D and [44] Fu’s Fs test values and their statistical significance for Philaenus spumarius Cytochrome c oxidase I
mtDNA groups.
Neutrality Tests
Tajima’s D test Fu’s Fs test
Eastern Group 0.15553 26.28375**
Western-Mediterranean Group 21.77941* 223.61561***
Eastern-Mediterranean Group 21.75709* 226.22826***
*: indicates significant values at P,0.05; **: indicates significant values at P,0.01 and ***: indicates significant values at P,0.001.
doi:10.1371/journal.pone.0098375.t003
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and demographic pattern with the multiple transcontinental
colonization events, some putatively natural, others recent non-
intentional anthropogenic introductions, with ecosystem level
consequences, make this species well placed for understanding
the long term effects of invasive species and their post-invasion
evolution.
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Figure S1 Median-joining haplotype network of a set of
Philaenus spumarius sampled geographic regions for
mitochondrial gene COII (495bp). Size of the circles is in
proportion to the number of haplotypes. Branches begin in the
centre of the circles and their size is in proportion to the number of
mutations.
(TIF)
Figure S2 Median-joining haplotype network of a set of
P. spumarius sampled geographic regions for mitochon-
drial gene cyt b (434bp). Size of the circles is in proportion to
the number of haplotypes. Branches begin in the centre of the
circles and their size is in proportion to the number of mutations.
(TIF)
Figure S3 Median-joining haplotype network of P.
spumarius sampled geographic regions for mitochon-
drial gene COI (289bp). Size of the circles is in proportion to
the number of haplotypes. Branches begin in the centre of the
circles and their size is in proportion to the number of mutations.
(TIF)
Figure S4 Mismatch distribution of mtDNA COI haplo-
types for each of the three P. spumarius haplogroups. (a)
Eastern lineage; (b) Western-Mediterranean sub-lineage and (c)
Eastern-Mediterranean sub-lineage. The expected frequency is
based on a population growth-decline model, determined using
DNASP and is represented by a continuous line. The observed
frequency is represented by a dotted line. Parameter values for the
mismatch distribution are given in Table 2.
(TIF)
Figure S5 Bayesian skyline plots showing the historical
demographic trends for each main Philaenus spumarius
mtDNA group detected using COI gene. Along the y-axis is
the expressed population size estimated in units of Nem (Ne:
effective population size, m: mutation rate per haplotype per
generation). The y-axis is in a log-scale. Solid lines represent
median estimates and blue lines represent the 95% high
probability density (HPD) intervals.
(TIF)
Table S1 Analysed samples of Philaenus spumarius
with description of the sampling locations and indica-
tion of the corresponding mtDNA Cytochrome c oxidase
I (COI), Cytochrome c oxidase II (COII), Cytochrome b
haplotype/code and Elongation Factor-1a code (EF-1a).
(PDF)
Table S2 Haplotype distribution within P. spumarius
geographic regions for mitochondrial gene COI. The total
number of haplotypes per geographic region and the total number
of individuals per haplotype are also shown. Western Europe:
Belgium and France; Italy: Italian peninsula and Sicily.
(PDF)
Table S3 Analyses of molecular variance (AMOVA)
among regions of P. spumarius based on COI data.
(PDF)
Table S4 Divergence time estimates in million years
(Ma) from the most recent common ancestor of each
main Philaenus spumarius mtDNA COI haplogroup
estimated using a mean mutation rate of 3.54% per
million years as suggested by [41].
(PDF)
Acknowledgments
We thank for samples and help in the work: Francisco Pina-Martins,
Genage Andre´, Andreia Penado, Vera Nunes, Carla Pereira, Filipe
Ribeiro, Daniel Pires, Renata Martins, Rui Nunes, Luı´s Ferreira, Paulo
Fonseca, Paula Simo˜es, Carla Rego, Olli Halkka, Liisa Halkka, Kaisa
Roukka, Andrew Beckenbach, Martin Corley, Vera d’ Urso, Federico
Lessio, Je´roˆme Constant and Maja Derlink. We thank Thomas Schmitt
and anonymous referees for helpful comments on a previous versions of the
manuscript. We would like to pay homage to Professor Olli Halkka who
dedicated a substantial part of his life to the study of this interesting species
and with whom we had the privilege to collaborate. His work continues to
be a source of inspiration for our studies.
Author Contributions
Conceived and designed the experiments: ASBR SGS OSP. Performed the
experiments: ASBR SGS. Analyzed the data: ASBR DNS. Contributed
reagents/materials/analysis tools: ASBR SES EM MRW VT SY AH
PAVB JAQ SGS OSP. Wrote the paper: ASBR. Revised the text: SES EM
DNS MRW VT SY AH PAVB JAQ OSP SGS.
References
1. Gibbard PL, Head MJ, Walkers MJC, The Subcommission on Quaternary
Stratigraphy (2010) Formal ratification of the Quaternary System/Period and
the Pleistocene Series/Epoch with a base at 2.58 Ma. Journal of Quaternary
Science 25: 96–102.
2. Hewitt GM (1996) Some genetic consequences of ice ages, and their role in
divergence and speciation. Biological Journal of the Linnean Society 58: 247–
276.
3. Hewitt G (2011) Mediterranean peninsulas: the evolution of hotspots. In: Zachos
FE, Habel JC, editors. Biodiversity hotspots: distribution and protection of
conservation priority areas. Springer Berlin Heidelberg. pp. 123–147.
4. Bhagwat SA, Willis KJ (2008) Species persistence in northerly glacial refugia of
Europe: a matter of chance or biogeographical traits? Journal of Biogeography
35: 464–482.
5. Provan J, Bennett KD (2008) Phylogeographic insights into cryptic glacial
refugia. Trends in Ecology & Evolution 23: 564–571.
6. Taberlet P, Fumagalli L, Wust-Saucy AG, Cosson JF (1998) Comparative
phylogeography and postglacial colonization routes in Europe. Molecular
Ecology 7: 453–464.
7. Schmitt T, Varga Z (2012) Extra-Mediterranean refugia: the rule and not the
exception? Frontiers in Zoology 9: 22.
8. Stewart JR, Lister AM (2001) Cryptic northern refugia and the origins of the
modern biota. Trends in Ecology & Evolution 16: 608–613.
9. Stewart JR, Lister AM, Barnes I, Dale´n L (2010) Refugia revisited:
individualistic responses of species in space and time. Proceddings of the Royal
Society Biological Sciences 277: 661–671.
10. Besold J, Schmitt T, Tammaru T, Cassel-Lundhagen A (2008) Strong genetic
impoverishment from the centre of distribution in southern Europe to peripheral
Baltic and isolated Scandinavian populations of the pearly heath butterfly.
Journal of Biogeography 35: 2090–2101.
11. Ibrahim KM, Nichols RA, Hewitt GM (1996) Spatial patterns of genetic
variation generated by different forms of dispersal during range expansion.
Heredity 77: 282–291.
12. Hewitt GM (1999) Post-glacial re-colonization of european biota. Biological
Journal of the Linnean Society 68: 87–112.
13. Hewitt GM (2001) Speciation, hybrid zones and phylogeography - or seeing
genes in space and time. Molecular Ecology 10: 537–549.
14. Zink RM, Barrowclough GF (2008) Mitochondrial DNA under siege in avian
phylogeography. Molecular Ecology 17: 2107–2121.
15. Arensburger P, Buckley TR, Simon C, Moulds M, Holsinger KE (2004)
Biogeography and phylogeny of the New Zealand cicada genera (Hemiptera:
Phylogeography of the Spittlebug Philaenus spumarius
PLOS ONE | www.plosone.org 11 June 2014 | Volume 9 | Issue 6 | e98375
Cicadidae) based on nuclear and mitochondrial DNA data. Journal of
Biogeography 31: 557–569.
16. Ribera I, Vogler AP (2004) Speciation of Iberian diving beetles in Pleistocene
refugia (Coleoptera, Dytiscidae). Molecular Ecology 13: 179–193.
17. Schmitt T, Seitz A (2001) Allozyme variation in Polyommatus coridon (Lepidoptera:
Lycaenidae): identification of ice-age refugia and reconstruction of post-glacial
expansion. Journal of Biogeography 28: 1129–1136.
18. Quartau J, Borges P (1997) On the colour polymorphism of Philaenus spumarius
(L.) (Homoptera, Cercopidae) in Portugal. Miscellanea Zoologica20: 19–30.
19. Yurtsever S (2000) On the polymorphic meadow spittlebug, Philaenus spumarius
(L.) (Homoptera: Cercopidae). Turkish Journal of Zoology 24: 447–459.
20. Halkka O, Halkka L (1990) Population genetics of the polymorphic meadow
spittlebug, Philaenus spumarius (L.). Evolutionary Biology (USA) 24: 149–191.
21. Quartau J, Borges P, Andre´ G (1992) Phileanus spumarius (Linaeus, 1975) new to
the Azores (Homoptera, Auchenorrhyncha, Cercopidae). Actas do Congresso
Iberico de Entomologia 1: 129–136.
22. Borges PAV, Costa A, Cunha R, Gabriel R, Gonc¸alves V, et al. (2010) A list of
the terrestrial and marine biota from the Azores. Princı´pia, Cascais432 pp
23. Thompson V (1984) Color polymorphism in the introduced spittlebug Philaenus
spumarius (Homoptera, Aphrophoridae) in New Zealand. New Zealand
Entomologist 8: 86–88.
24. Weaver C, King D (1954) Meadow spittlebug Philaenus leucophthalmus (L.). Ohio
Agricultural Experimental Station Research Bulletin 741: 1–99.
25. Karban R, Strauss SY (2004) Physiological tolerance, climate change, and a
northward range shift in the spittlebug, Philaenus spumarius. Ecological
Entomology 29: 251–254.
26. Maryanska-Nadachowska A, Kajtoch L, Lachowska D (2012) Genetic diversity
of Philaenus spumarius and P. tesselatus (Hemiptera, Aphrophoridae): implications
for evolution and taxonomy. Systematic Entomology 37: 55–64.
27. Seabra SG, Pina-Martins F, Marabuto E, Yurtsever S, Halkka O, et al. (2010)
Molecular phylogeny and DNA barcoding in the meadow-spittlebug Philaenus
spumarius (Hemiptera, Cercopidae) and its related species. Molecular Phyloge-
netics and Evolution 56: 462–467.
28. Simon C, Frati F, Beckenbach A, Crespi B, Liu H, et al. (1994) Evolution,
weighting, and phylogenetic utility of mitochondrial gene sequences and a
compilation of conserved polymerase chain reaction primers. Annals of the
Entomological Society of America 87: 651–701.
29. Simon C, Buckley TR, Frati F, Stewart JB, Beckenbach AT (2006)
Incorporating molecular evolution into phylogenetic analysis, and a new
compilation of conserved polymerase chain reaction primers for animal
mitochondrial DNA. Annual Review of Ecology, Evolution, and Systematics
37: 545–579.
30. Downie DA, Gullan PJ (2004) Phylogenetic analysis of mealybugs (Hemiptera:
Coccoidea: Pseudococcidae) based on DNA sequences from three nuclear genes,
and a review of the higher classification. Systematic Entomology 29: 238–260.
31. Hall T (1999) BioEdit: a user-friendly biological sequence alignment editor and
analysis program for windows 95/98/NT. Nucleic Acids Symposium Series 41:
95–98.
32. Pina-Martins F, Paulo OS (2008) CONCATENATOR: sequence data matrices
handling made easy. Molecular Ecology Resources 8: 1254–1255.
33. Flot J (2007) Champuru 1.0: a computer software for unraveling mixtures of two
DNA sequences of unequal lengths. Molecular Ecolology Notes 7: 974–977.
34. Swofford D (2002) PAUP*. Phylogenetic Analysis Using Parsimony (*and Other
Methods). Version 4. Sinauer Associates, Sunderland, Massachusetts.
35. Huelsenbeck J, Ronquist F (2001) MrBayes: Bayesian inference of phylogeny.
Bioinformatics 17: 754–755.
36. Posada D, Crandall K (1998) Modeltest: testing the model of DNA substitution.
Bioinformatics 14: 817–818.
37. Tamura K, Peterson D, Peterson N, Stecher G, Nei M, et al. (2011) MEGA5:
Molecular evolutionary genetics analysis using maximum likelihood, evolution-
ary distance, and maximum parsimony methods. Molecular Biology and
Evolution 28: 2731–2739.
38. Excoffier L, Laval G, Schneider S (2005) Arlequin (version 3.0): an integrated
software package for population genetics data analysis. Evolutionary Bioinfor-
matics Online 1: 47–50.
39. Excoffier L, Smouse PE, Quattro JM (1992) Analysis of molecular variance
inferred from metric distances among DNA haplotypes: application to human
mitochondrial DNA restriction data. Genetics 131: 479–491.
40. Drummond AJ, Suchard MA, Xie D, Rambaut A (2012) Bayesian phylogenetics
with BEAUti and the BEAST 1.7. Molecular Biology and Evolution 29: 1969–
1973.
41. Papadopoulou A, Anastasiou I, Vogler AP (2010) Revisiting the insect
mitochondrial molecular clock: the mid-aegean trench calibration. Molecular
Biology and Evolution 27: 1659–1672.
42. Rambaut A, Drummond AJ (2007) Tracer v1.4. Available: http://beast.bio.ed.
ac.uk/Tracer.
43. Tajima F (1989) Statistical method for testing the neutral mutation hypothesis by
DNA polymorphism. Genetics 123: 585–595.
44. Fu YX (1997) Statistical tests of neutrality of mutations against population
growth, hitchhiking and background selection. Genetics 147: 915–925.
45. Rogers AR, Harpending H (1992) Population growth makes waves in the
distribution of pairwise genetic differences. Molecular Biology and Evolution 9:
552–569.
46. Librado P, Rozas J (2009) DnaSP v5: A software for comprehensive analysis of
DNA polymorphism data. Bioinformatics 25: 1451–1452.
47. Schneider S, Excoffier L (1999) Estimation of past demographic parameters
from the distribution of pairwise differences when the mutation rates vary among
sites: application to human mitochondrial DNA. Genetics 152: 1079–1089.
48. Harpending H, Sherry S, Rogers A, Stoneking M (1993) The genetic structure of
ancient human populations. Current Anthropology 34: 483–496.
49. Harpending HC (1994) Signature of ancient population-growth in a low-
resolution mitochondrial-DNA mismatch distribution. Human Biology 66: 591–
600.
50. Graur D, Martin W (2004) Reading the entrails of chickens: molecular
timescales of evolution and the illusion of precision. Trends in Genetics 20: 80–
86.
51. Heads M (2005) Dating nodes on molecular phylogenies: a critique of molecular
biogeography. Cladistics 21: 62–78.
52. Seabra SG, Quartau JA, Bruford MW (2009) Spatio-temporal genetic variation
in sympatric and allopatric Mediterranean Cicada species (Hemiptera,
Cicadidae). Biological Journal of the Linnean Society 96: 249–265.
53. Habel JC, Schmitt T, Muller P (2005) The fourth paradigm pattern of post-
glacial range expansion of European terrestrial species: the phylogeography of
the Marbled White butterfly (Satyrinae, Lepidoptera). Journal of Biogeography
32: 1489–1497.
54. Hewitt GM (2011) Quaternary phylogeography: the roots of hybrid zones.
Genetica 139: 617–638.
55. Nardi F, Carapelli A, Dallai R, Roderick GK, Frati F (2005) Population
structure and colonization history of the olive fly, Bactrocera oleae (Diptera,
Tephritidae). Molecular Ecology 14: 2729–2738.
56. Franck P, Garnery L, Loiseau A, Oldroyd BP, Hepburn HR, et al. (2001)
Genetic diversity of the honeybee in Africa: microsatellite and mitochondrial
data. Heredity 86: 420–430.
57. Horn A, Roux-Morabito G, Lieutier F, Kerdelhue C (2006) Phylogeographic
structure and past history of the circum-Mediterranean species Tomicus destruens
Woll. (Coleoptera: Scolytinae). Molecular Ecology 15: 1603–1615.
58. Schmitt T, Rober S, Seitz A (2005) Is the last glaciation the only relevant event
for the present genetic population structure of the meadow brown butterfly
Maniola jurtina (Lepidoptera: Nymphalidae)? Biological Journal of the Linnean
Society 85: 419–431.
59. Rodriguez-Sanchez F, Perez-Barrales R, Ojeda F, Vargas P, Arroyo J (2008)
The Strait of Gibraltar as a melting pot for plant biodiversity. Quaternary
Science Reviews 27: 2100–2117.
60. Pinto-Juma GA, Quartau JA, Bruford MW (2008) Population structure of Cicada
barbara Sta˚l (Hemiptera, Cicadoidea) from the Iberian Peninsula and Morocco
based on mitochondrial DNA analysis. Bulletin of Entomological Research 98:
15–25.
61. Drosopoulos S, Quartau JA (2002) The spittlebug Philaenus tesselatus Melichar,
1899 (Hemiptera, Auchenorrhyncha, Cercopidae) is a distinct species. Zootaxa
68: 1–8.
62. Hamilton KGA (1979) Synopsis of North American Philaenini (Rhynchota:
Homoptera: Cercopidae) with a new genus and four new species. The Canadian
Entomologist 111: 127–141.
Phylogeography of the Spittlebug Philaenus spumarius
PLOS ONE | www.plosone.org 12 June 2014 | Volume 9 | Issue 6 | e98375
